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diagnosed clinically as having acute appendicitis were
recruited.60%were males, mean age 28±6years. Patients
with previous medical, surgical or gynecological complaints,
severe debilitating diseases like hypertension, diabetes,
obesity, blood dyscrasias, anemia or previous surgeries were
excluded from the study. All the patients later underwent
either elective or emergency appendicectomy and the
preoperative leukocyte count was compared with histo-
pathology ﬁndings of resected appendix.
Results: Total leukocyte count (TLC) was calculated
in each case individually and was compared with the
histopathological report from the laboratory accordingly.
The sensitivity and speciﬁcity of WBC count was calculated
by standard formula and was found to be 82.4% and 78.7%
respectively. The positive predictive value of WBC count
(raised TLC) in diagnosing acute appendicitis was 93.8%
showing that raised TLC along with clinical history is really
a diagnostic marker for this condition.
Conclusion: Clinical history and physical examination
are the key factors in diagnosing acute appendicitis as
radiological ﬁndings are not much helpful. Although WBC
count and raised TLC is not a standard criteria for diagnosing
acute appendicitis, but still it is one of the strong predictor
of this acute condition in emergency room and should
strongly be considered while making the diagnosis of acute
appendicitis.
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Background: Polymerase chain reaction (PCR) has rapidly
become one of the most widely used techniques in molecular
biology. PCR allows isolation of DNA fragments from genomic
DNA by selective ampliﬁcation of a speciﬁc region of DNA.
Methods: This was a prospective, controlled, blinded study
comparing PCR on clinical specimens, culture, and clinical
diagnosis of a lot of diseases in children. The PCR is
commonly carried out in a reaction volume of 10 200ml
in small reaction tubes (0.2 0.5 ml volumes) in a thermal
cycler.
Results: Polymerase chain reaction had a sensitivity of 75%
and a speciﬁcity of 90% compared with clinical diagnosis
in our study. Positive and negative predictive values
were 72 percent and 97 percent, respectively. PCR also
permits identiﬁcation of non-cultivatable or slow-growing
microorganisms such as mycobacteria, anaerobic bacteria,
or viruses from tissue culture assays in children.
Conclusions: Number of techniques and procedures have
been developed for optimizing PCR conditions. PCR is now a
common and often indispensable technique used in medical
and biological research labs for a variety of applications.
PCR is an important diagnostic tool, especially in early and
doubtful cases of pediatrics infectious diseases.
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This paper will employ Lyapunov theory and minimum
energy theorem to investigate the stability of the drug
docking and to improve the techniques of the computer-
aided drug design. Due to various force-ﬁelds among protein
molecular and ligand molecular, we have to determine.
The ligand molecular conformation before proceeding with
the drug-docking process. The research will utilize the
NURBS geometric calculation to ﬁnd out the conformation
of minimum energy and the shortest path. By using
Lyapunov theory to sieve out these binding sites with global
minimum energy, which gets the docking ﬁnished, makes
the molecular stability interaction, and accelerates the
drug design process.
Use new hardware technologies for computing the ligand
drug-docking such as Hyper-threading, Hyper-transport. To
improve the calculation of molecular dynamic and visualize
drug information are the goal of this research. Using 3D
molecular virtual reality simulation to visualize the drug
docking and information will be the main purpose of this
research. This work will present novel computer graphics
and computational approaches for solving the challenges of
the computer-aided drug design. The research will propose
the Directivity Genetic Algorithm to accelerate the binding
sites search, and employs Lyapunov’s theorem to decrease
the number of binding sites for enhancing the docking
performance. These novel techniques are signiﬁcantly based
on the application of minimum energy and optimal geometry
search strategies to prove the stability of protein ligand
interactions.
This study will also discuss both the folding of various
proteins and the application of force ﬁeld by using the
WebDeGrator system which is utilized to establish the
molecular computer modeling for the docking process.
Finally, the optimal solutions, molecular docking, and
protein folding kinetics are also discussed herein. The
research will integrate various research ﬁelds such as
combining biology, information science, system engineering,
and combinational chemistry et al, which will be a powerful
approach to solve the problem of bioinformatics and the
computer-aided drug design.
